FIGURE 1 



Figure 1: pMS Phage Display Vector. Pro = Lac 2 promoter L1 - o™ a , , 

= Bght chain . Heavy = heavy chain. promoter - Lt - Omp A leader. L2 = Pel B leader. 
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FIGURE 3a 

Length of 7C10 light /Primatized: 705 bp; Listed from: 1 to: 705; 

Translated from: 1 to: 703 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:11 AM 

Frame 1MRVPAQLLGLLLLWLPGAR 

ATG AGG GTC CCC GCT CAG CTC CTG GGG CTC CTG CTG CTC TGG CTC CCA GGT GCA CGA 
9 18 27 36 45 54 

CAYE LTQPPSVSVSPGQTARI 
TGT GCC TAT GAA CTG ACT CAG CCA CCC TCG GTG TCA GTG TCC CCA GGA CAG ACG GCC AGG ATC 
63 72 81 90 99 108 117 

TCGGDNSRNE. YVHWYQQKPAR 
ACC TGT GGG GGA GAC AAC AGT AGA AAT GAA TAT GTC CAC TGG TAC CAG CAG AAG CCA GCG CGG 
126 135 144 153 162 171 180 

APILVIYDDSDRPSGIPERFS 
GCC CCS ATA CTG GTC ATC TAT GAT GAT AGT GAC CGG CCC TCA GGG ATC CCT GAG CGA TTC TCT 
IS©? 198 207 216 225 234 243 

G S K S G N T A T L T I N GV E AG D E A 
GGC TCS: AAA TCA GGG AAC ACC GCC ACC CTG ACC ATC AAC GGG GTC GAG GCC GGG GAT GAG GCT 
25fs 261 270 279 288 297 306 

y 

DYp*YC Q VWD RA S DH PVFGG G T R 
GAC TAt* TAC TGT CAG GTG TGG GAC AGG GCT AGT GAT CAT CCG GTC TTC GGA GGA GGG ACC CGG 
3lS" 324 333 342 351 360 369 

VTH'V l G Q P KAA P SVTL F P P S S E 
GTG AC& GTC CTA GGT CAG CCC AAG GCT GCC CCC TCG GTC ACT CTG TTC CCG CCC TCC TCT GAG 
37H 387 396 405 414 423 432 

ElJqaNKATLVC L I SDFYP G A V 
GAG CAA GCC AAC AAG GCC ACA CTG GTG TGT CTC ATA AGT GAC TTC TAC CCG GGA GCC GTG 

44X 450 459 468 477 486 495 



TVAWKADSSP 
ACA GTG GCC TGG AAG GCA GAT AGC AGC CCC 
504 513 522 

.KQSNNKYAAS 
AAA CAA AGC AAC AAC AAG TAC GCG GCC AGC 
567 576 585 

SHRSYSC QVT 
TCC CAC AGA AGC TAC AGC TGC CAG GTC ACG 
630 639 648 



VKAGVETTT P S* 
GTC AAG GCG GGA GTG GAG ACC ACC ACA CCC TCC 
531 540 549 558 

SYL, SLTPEQWK 
AGC TAC CTG AGC CTG ACG CCT GAG CAG TGG AAG 
594 603 612 621 

H EGSTVEKTVA 
CAT GAA GGG AGC ACC GTG GAG AAG ACA GTG GCC 
657 666 675 684 



P T E C S 
CCT ACA GAA TGT TCA TGA 
693 702 



FIGURE 3b 



Length of 7C10 heavy/Frimatized- 1471 v^. •» • 

Translated from: iTo: £5 Entire rSlont ^ fr ° m: 1 t0 = 1431; 
Genet.c Code used: Universal; Fr^yl 6^99 5 am 



Frame 1 MKHL_w__ F __ FLLLV 

X3 < 

36 45 54 

99 108 117 

153 162 171 iso 

" B "'^ 288 297 306 



NSrfjVTDADTAVYvn*,, 

AAT TG£ GTG ACC GAC GCG GAC ACQ GCC GTC TAT TAG TCT Srr fr* ~ * P D C 

315 324 333 34? T ??? AGA 000 CCT CGC CCT GAT TGC 

ACA AcfcATT TGT TAT GGC GGC TGG GTC GAT GTC S^r !L, ^ ° D L V T V S 
37P 387 396 J°J GGA GAC CTG GTC ACC GTC TCC 
vi 423 432 

SA^STKGPSVFPT * t, „ 

TCA GCpAGC ACC AAG GGC CCA TCG GTC TTC CCC CTT firs rvv Iv, fL K S T S G 

441 450 459 SS 2£ TCC TCC AGC ACC TCT GGG 

468 477 486 495 

540 549 558 

-f-^-ll^^lc^^lc^^l * S» fc= !^ 

594 6 °3 612 621 

YSL s SVVTVP C C <- r 

TAC TCC CTC AGC AGC GTG GTG ACC GTG CCC TCC tar ?r~ 1. T Q T Y * C 

630 639 648 TCC AGC AGC TTG GGC ACC CAG ACC TAC ATC TGC 

657 666 675 684 
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FIGURE 3b (Continued) 
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FIGURE 4a 

Length of 7B6 light/Primatized: 720 Dp; nstt=d from: 1 to: 720; 

Translated from: 1 to: 718 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:10 AM 

Frame 1MSLPAQLLGLLLLCVPGSS 

ATG AGC CTC CCT GCT CAG CTC CTC GGG CTG CTA TTG CTC TGC GTC CCC GGG TCC ACT 
9 18 27 36 45 54 

GEVVMTQSPLSLPITPGEPAS 
GGG GAA GTT GTG ATG ACT CAG TCT CCA CTG TCC CTT CCC ATC ACA CCT GGA GAG CCG GCC TCC 
63 72 81 90 99 108 117 

ISC RSSQSLKHSNGDTFLSWY 
ATC TCC TGT -AGG TCT AGT CAA AGC CTT AAA CAC AGT AAT GGA GAC ACC TTC CTG ACT TGG TAT 
126 135 144 153 162 171 180 

•QQKPGQPPRLLIYKVSNRDSG 
CAG CAG AAG CCA GGC CAA CCT CCA AGG CTC CTG ATT TAT AAG GTT TCT AAC CGG GAC TCT GGG 
18f 198 . 207 216 225 234 243 

3,5 S 

V P SJ D R F S G S GAGTDFTLK I SAV 
GTC CCA: GAC AGA TTC AGC GGC AGT GGG GCA GGG ACA GAT TTC ACA CTG AAA ATC AGC GCA GTG 
25 §1i 261 270 279 288 297 306 

ea^|e dvgvy f c g qg trt p p t f g 
gag gct" gaa gat gtt ggg gtt tat ttc tgc ggg caa ggt aca agg act cct ccc act ttc ggc 

31 f" 324 333 342 351 . 360 369 

GGMTKVE I KRTVAAPSVF 1 F P P 
GGA GGGaACC AAG GTG GAA ATC AAA CGT ACG GTG GCT GCA CCA TCT GTC TTC ATC TTC CCG CCA 
378j. 387 396 405 414 423 . 432 

sd^:eqlksgtasvv cllnnfyp 

TCT GAT; GAG CAG TTG AAA TCT GGA ACT GCC TCT GTT GTG TGC CTG CTG AAT AAC TTC TAT CCC 



441M 450 459 468 



477 486 495 



reakvq wkvd nal q s gn s q e s 

AGA GAG GCC AAA GTA CAG TGG AAG GTG GAT AAC GCC CTC CAA TCG GGT AAC TCC CAG GAG AGT 
504 513 522 531 540 549 558 

VT EQDSKDSTYSLSSTLTLSK 
GTC ACA GAG CAG GAC AGC AAG GAC AGC ACC TAC AGC CTC AGC AGC ACC CTG ACG CTG AGC AAA 
567 576 585 594 603 612 621 

ADYEKHKVYACEVTHQGLSS P 
GCA GAC TAC GAG AAA CAC AAA GTC TAC GCC TGC GAA GTC ACC CAT CAG GGC CTG AGC TCG CCC 
63 0 639 648 657 665 675 684 

VTKSFNRGEC 
GTC ACA AAG AGC TTC AAC AGG GGA GAG TGT TGA 
693 702 711 720 
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FIGURE 4b 



Length of 7B6 heavy/ Primatized: 1437 bp; Listed from: 1 to: 1437; 

Translated from: 1 to: 1435 {Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:09 AM 

Frame 1MGWS L I L LFLVAVATRVQ C 

ATG GGT TGG AGC CTC ATC TTG CTC TTC CTT GTC GCT GTT GCT ACG CGT GTC CAG TGT 
9 18 27 36 45 54 

EVQLVESGGGLVQPGGSLRVS 
GAG GTG CAA CTG GTG GAG TCT GGG GGA GGC TTG GTC CAG CCT GGC GGG TCC CTG AGA GTC TCC 
63 72 81 90 99 108 117 

CAVSGFTFSDHYMYWFRQAPG 
TGT GGA GTC TCT GGA TTC ACC TTC AGT GAC CAC TAC ATG TAT TGG TTC CGC CAG GCT CCA GGG 
126 135 144 153 162 171 180 

'KG P E*WVGF I RNKPNGGTT E YA 
AAG GGG CCG GAA TGG GTA GGT TTC ATT AGA AAC AAA CCG AAC GGT GGG ACA ACA GAA TAC GCC 
1890 198 207 216 . 225 234 243 

ASiVKDRFTISRDDSKSIAYLQ 
GCG TCT STG AAA GAC AGA TTC ACC ATC TCC AGA GAT GAT TCC AAA AGC ATC GCC TAT CTG CAA 
252S 261 270 279 288 297 306 

M S J^S L K I E D T.AVYY C T T S Y I SH 
ATG AGcOaGC CTG AAA ATC GAG GAC ACG GCC GTC TAT TAC TGT ACT ACA TCC TAC ATT TCA CAT 
315H< 324 333 342 351 360 369 
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FIGURE 4b (Continued) 

EVHNAKTKFREEQYNSTYRVV 
GAG GTG CAT AAT GCC AAG ACA AAG CCG CGG GAG GAG CAG TAC AAC AGC ACG TAG CGT GTG GTC 
945 954 963 972 981 990 999 

SVLTVLHQ D. WLNGKEYKC KVS 
AGC GTC CTC ACC GTC CTG CAC CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC 
1008 1017 1026 1035 1044 1053 1062 

NKALPAPIEKTISKAKGQ PRE 
AAC AAA GCC CTC CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA 
1071 1080 1089 1098 1107 1116 1125 

PQVYTLPP SRDELTKNQV SLT 
CCA CAG GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC CTG ACC 
1134 1143 1152 1161 1170 1179 1188 

"CLVKGFYP SDIAVEWESNGQP 
TGC CTG GTC AAA GGC TTC TAT CCC AGC GAC ATC GCC GTG GAG TGG GAG AGC AAT GGG CAG CCG 
1197 1206 1215 1224 1233 1242 1251 

if™;: 

ENf^NYKTTPPVLDSDGSFFLYS 
GAG AAE AAC TAC AAG ACC ACG CCT CCC GTG CTG GAC TCC GAC GGC TCC TTC TTC CTC TAC AGC 
1262! 1269 1278 1287 1296 1305 1314 

KL-'T V D K S R W Q Q G N V F S C S V M H 
AAG Cite 1 ACC GTG GAC AAG AGC AGG TGG CAG CAG GGG AAC GTC TTC TCA TGC TCC GTG ATG CAT 
1323* 1332 1341 1350 1359 1368 1377 

H i ♦ * 

EAsLHNHYTQKSLSLSPGK 
GAG GOT. CTG CAC AAC CAC TAC ACG CAG AAG AGC CTC TCC CTG TCT CCG GGT AAA TGA 
1386 1395 1404 1413 1422 1431 



FIGURE 5a 



Length, of 1SC10 Lambda/ Primati zed : 711 bp; 
Listed from: 1 to: 711; 

Translated from: 1 to: 709 (Entire region) ; 

Genetic Code used: Universal; Fri, May 26, 1995 11:08 AM 

Frame 1MRVPAQ LLGLLLLWL PGAR 

ATG AGG GTC CCC GOT GAG CTC CTG GGG CTC CTG CTG CTC TGG CTC CCA GGT GCA CGA 
9 18 27 36 45 54 

CESVLTQPPSVS.GAPGQKVTI* 
TGT GAG TCT GTC CTG ACA CAG CCG CCC TCA GTG TCT GGG GCC CCA GGG CAG AAG GTC ACC ATC 
63 72 81 90 99 108 117 

SCTGST SNIGGYDLHWYQQLP 
TCG TGC ACT GGG AGC ACC TCC AAC ATT GGA GGT TAT GAT CTA CAT TGG TAC CAG CAG CTC CCA 
126 135 144 153 162 171 180 

GTAPKLLIYDINKRPSGISDR 
GGA ACG7GCC CCC AAA CTC CTC ATC TAT GAC ATT AAC AAG CGA CCC TCA GGA ATT TCT GAC CGA 
18?^ 198 207 216 225 234 243 

5- Li! 

F S ^G SKSGTAASLA ITGLQTED 

TTC TClhGGC TCC AAG TCT GGT ACC GCG GCC TCC CTG GCC ATC ACT GGG CTC CAG ACT GAG GAT 
251P 261 270 279 288 297 306 

LlI! 

E A fpD YYCQ SYDS SLNAQV 'F GGG 

GAG GC&GAT TAT TAC TGC CAG TCC TAT GAC AGC AGC CTG AAT GCT CAG GTA TTC GGA GGA GGG 
315 324 333 342 351 360 369 

T R P'L TVLGQPKAAPSVTLFPPS 
ACC CGH : CTG ACC GTC CTA GGT CAG CCC AAG GCT GCC CCC TCG GTC ACT CTG TTC CCG CCC TCC 
37P 387 396 405 414 423 432 

seSelqankatl vclisdfypg 
tct ga^s gag ctt caa gcc aac aag gcc aca ctg gtg tgt ctc ata agt gac ttc tac ccg gga 

441" 450 459 468 477 486 495 

AVTVAWKADSSPVKAGVETTT 
GCC GTG ACA GTG GCC TGG AAG GCA GAT AGC AGC CCC GTC AAG GCG GGA GTG GAG ACC ACC ACA 
504 513 522 531 540 549 558 

■PSKQSNNKYAASSYLSLTPEQ 
CCC TCC AAA CAA AGC AAC AAC AAG TAC GCG GCC AGC AGC TAC CTG AGC CTG ACG CCT GAG CAG 
567 576 585 594 603 612 621 

WKSHRSYSCQVTHEGSTVEKT 
TGG AAG TCC CAC AGA AGC TAC AGC TGC CAG GTC ACG CAT GAA GGG AGC ACC GTG GAG AAG ACA 
630 639 648 657 666 675 684 

V A P T E C . S 
GTG GCC CCT ACA GAA TGT TCA TGA 
693 702 711 




FIGURE 5b 

Length of 16C10 heavy /primatized : 1431 bp; 
Listed from: 1 to: 1431; 

Translated from: 1 to: 1429 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:08 AM 

iMKHLW F F LLLVAAP RWVL S 
* ATG AAA CAC CTG TGG TTC TTC CTC CTC CTG GTG GCA GCT CCC AGA TGG GTC CTG TCC 

g 18 27 36 45 54 

OVQLQESGPGLVKPSETLSLT- 
CAG GTG CAG CTG CAG GAG TCG GGC CCA GGA CTG GTG AAG CCT TCG GAG ACC CTG TCC CTC ACC 
63 72 81 90 99 108 117 

CAVSGGSISGGYGWGWIRQPP 
TGC GCT GTC TCT GGT GGC TCC ATC AGC GGT GGT TAT GGC TGG GGC TGG ATC CGC CAG CCC CCA 
126 135 144 153 162 171 180 

CKGL'EW I G SFYSS SGNTYYNP 
GGG AAG -GGG CTG GAG TGG ATT GGG AGT TTC TAT AGT AGT AGT GGG AAC ACC TAC TAC AAC CCC 
189^ 198 207 216 225 234 

^l '^SOVTI STDTSKNQFSLKL 
TCC CTC4AAG AGT CAA GTC ACC ATT TCA ACA GAC ACG TCC AAG AAC CAG TTC TCC CTG AAG CTG 
25201: 261 270 279 288 297 306 

ksSmtaadtavyycvrdrlf sv 

AAC TCtStG ACC GCC GCG GAC ACG GCC GTG TAT TAC TGT GTG AGA GAT CGT CTT TTT TCA GTT 
315^ 324 333 342 351 360 369 

v c v Y N NW F^DVWG PGVLVTV S 

GTT CgAg GTT TAC AAC AAC TGG TTC GAT GTC TGG GGC CCG GGA GTC CTG GTC ACC GTC TCC 
3782; 387 396 405 414 423 432 

SaS STK gPSVFPLAPSSKSTSG 
TCA GCT&C ACC AAG GGC CCA TCG GTC TTC CCC CTG GCA CCC TCC TCC AAG AGC ACC TCT GGG 
441*" 450 459 468 477 486 49o 

GTAALGCLVKDYFPEPVTVSW 
GGC ACA GCG GCC CTG GGC TGC CTG GTC AAG GAC TAC TTC CCC GAA CCG GTG ACG GTG TCG TC~ 
504 513 522 531 540 549 558 

MSGALT S GVHTFPAVLQS SGL 
AAC TCA GGC GCC CTG ACC AGC GGC GTG CAC ACC TTC CCG GCT GTC CTA CAG TCC TCA GGA CTC 
567 576 585 594 603 612 621 

YSLSSVVTVPSSSLGTQTYIC 
TAC TCC CTC AGC AGC GTG GTG ACC GTG CCC TCC AGC AGC TTG GGC ACC CAG ACC TAC ATC TGC 
630 639 648 657 666 675 684 

NVNHKP SNTK VDKKAEPKSCD 
AAC GTG AAT CAC AAG CCC AGC AAC ACC AAG GTG GAC AAG AAA GCA GAG CCC AAA TCT TCT GAC 
693 702 711 720 729 738 747 

KTHTCPPCPAPELLGGPSVFL 
AAA ACT CAC ACA TCC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG TCA GTC TTC CTC 
756 765 774 783 792 801 810 

FPPKPKDTLMISRTPEVTCVV 
TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC CCT GAG GTC ACA TGC GTG GTG 
819 828 837 846 855 864 873 

vnvSHEDPEVKFNWYVDGVEV 
GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG TTC AAC TGG TAC GTG GAC GGC GTG GAG GTG 



FIGURE 5b (Continued) 
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HNAKT K P R ' E E Q Y N S TYRVV S V 
CAT AAT GCC AAG ACA AAG CCG CGG GAG GAG CAG TAG AAC AGC ACG TAC CGT GTG GTC AGC GTC 
945 954 963 972 981 990 999 

LTVLHQDWLNGKEYKCKVSNK 
CTC ACC GTC CTG CAC CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC AAC AAA 
1008 1017 1026 1035 1044 1053 1062 

ALPAPIEKTISKAKGQPREPQ 
GCC CTC CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA CCA CAG 
1071 1080 1089 1098 1107 1116 1125 

VYTLPPSRDELTKNQVSLTCL 
GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC CTG ACC TGC CTG 
1134 1143 1152 1161 1170 1179 1188 



V K G 
GTC AAA^GGC 

119^f 

N Y NIK 
AAC TAGSAAG 

T V 

ACC GTCTGAC 
1323" 

s 

L H N'N 
CTG CA^AAC 
138f3 



FYPSDIAVEWESNGQPEN 
TTC TAT CCC AGC GAC ATC GCC GTG GAG TGG GAG AGC AAT GGG CAG CCG GAG AAC 
1206 1215 1224 1233 1242 1251 

TTPPVLDSDGSFFLYSKL 
ACC ACG CCT CCC GTG CTG GAC TCC GAC GGC TCC TTC TTC CTC TAC AGC AAG CTC 
1269 1278 1287 1296 1305 1314 

KSRWQQGNVFSCSVMHEA 
AAG AGC AGG TGG CAG CAG GGG AAC GTC TTC TCA TGC TCC GTG ATG CAT GAG GCT 
1332 1341 1350 1359 1368 1377 

HYTQ KSLSLSPGK 
CAC TAC ACG CAG AAG AGC CTC TCC CTG TCT CCG GGT AAA TGA 
1395 1404 1413 1422 1431 



Figure 6 
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Figure 7 



Competitive Binding of PISClO-Biotin to B7-1 Transfected CHO Cells 
m Presence of P16C10 MAb, CTLA-4Ig and B7-lIg F^n r^s 
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Figure 10 



Competitive Inhibition of Radiolabeled B7-lIg Binding to CD28 Receptors on 
Isolated Non-Activated Peripheral Blood T Cells using Unlabeled Binding Proteins 
Recognizing Either B7-1 or CD28 
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